Prediction of protein-protein interactions from primary sequences.
The prediction of protein-protein interactions is a difficult problem in biology. In this study, an efficient method is presented to predict protein-protein interactions with sequence composition information. Four kinds of basic building blocks of protein sequences are investigated. The experimental results show that there is minor difference in prediction performance among the four kinds of different building blocks. The method based on combination of all building blocks out performs any of the building blocks. We also demonstrate that the use of Latent Semantic Analysis (LSA) can efficiently remove noise and improve the prediction efficiency without significantly degrading the performance.